: Description of the four steps (a), (b), (c), and (d), for the graphical method, according to Evanno [41], allowing the detection of the number of genetically homogeneous groups (K) that best fit the data in the STRUCTURE analyses including 14 O. cumana populations from Spain and Bulgaria. Figure S1 (a), Mean of Pr(X|K) (±SD) over 10 runs for each K value. Figure S1 (b), Rate of change of the likelihood distribution. Figure S1 (c), Absolute values of the second order rate of change of the likelihood distribution. Figure S1 All values were significant at P = 0.001 based on 999 random permutations of the data, with the exception of those indicated with the symbols *: significant at P < 0.01, and ns: Non-significant.

